The moles per cent guanine plus cytosine (GC) of 10 filamentous strains of Roqthia dentocariosa ranged from 65.4 to 69.7. Major differences were not observed in the base composition of a filamentous form (69.7 moles% GC) and its coccal variant (68.0 moles% GC).
The taxonomic position of an actinomycete previously classified as Actinomyces dentocariosus, Nocardia dentocariosus, and N. salivae was recently clarified when Georg and Brown (5) reviewed their biochemical characteristics, placed these organisms in synonomy, and created the new genus, Rothia. R. dentocariosa, the single species in the genus, has recently been the focus of considerable attention because of its possible role in oral disease (10) . This organism appears to be unique among the actinomycetes because of its bizarre morphological variations (1) and distinctive serological properties (6) . However, no information is available on the deoxyribonucleic acid (DNA) base composition of this organism and how its DNA compares with those of other actinomycetes. It was of interest to determine whether differences in DNA base composition accompany the morphological transformation of a single strain from the filamentous phase to the coccal phase. This report describes the DNA base composition of several filamentous strains and one coccal form of R. dentocariosa.
Cultures of R. dentocariosa were obtained from the American Type Culture Collection; L. K. Georg (9) .
The Tm values in Table 1 represent an average of at least two different determinations and were reproducible for a given sample within 0.2 C. All DNA samples gave monophasic absorbancetemperature denaturation profiles.
A comparison of the GC values of the 11 strains of R. dentocariosa listed in Table 1 reveals a reasonably homogeneous group. All of the strains, including the coccal variant, had a GC content between 65.4 and 69.7, with a mean of 66.5 moles % GC and a standard deviation of 0.77 %. Duplicate Tm determinations made on different DNA samples from the same strains showed some variation, but in no instance was the difference in Tm greater than 0.5 C (less than 1% change in GC content). It therefore seemed likely that the differences in GC ratios listed in Table 1 are probably not ascribable to experi- C, coccal variant of (1); 2, saline control; 3, X-368 (filamentous); 4, RC 37 (filamentous). Center well contains rabbit antiserum against whole cells of (1). mental error, but to actual differences in DNA composition. All of the strains except the coccal form had been previously characterized biochemically and serologically, and a similar degree of homogeneity in properties was observed (6) . It is interesting to note that these strains had come from diverse origins, having been maintained on different media, in different laboratories, and probably under other slightly different conditions and yet, with the exception of the coccal form, they all showed a reasonable degree of uniformity in DNA base composition and other properties.
A repeatable difference of less than 2% in GC content is not considered of taxonomic significance among bacteria (7); hence, it is concluded that the coccal and filamentous forms are probably in the same taxonomic group. It will be of interest to see whether the similarity in the DNA base composition of the coccal and filamentous forms is reflected in their respective biochemical and serological profiles. Preliminary data on cell wall analysis revealed minor quantitative differences in amino acid and amino sugar content of these two forms. However, the coccal and filamentous forms were serologically related as determined by Ouchterlony immunodiffusion techniques (6); a reaction of identity was observed for at least one soluble antigen detected in sonic extracts of both forms (Fig. 1) . Similarly, the fructose-containing antigen unique to R. dentocariosa (filamentous) cell wall was also detected in the coccal form by fluorescent antibody techniques as described previously (6) .
The similarity of the Rothia GC values to the GC values of other actinomycetes is also noteworthy and gives further support to the inclusion of Rothia in the Actinomycetaceae. Most of the other genera that have been tested, including Actinoplanes, Micromonospora, Streptomyces, Nocardia, and Actinomyces, all cluster in this same general vicinity of 65 to 70 moles % GC (2, 3) . Of course, the similarity in GC values is only indirect evidence of genetic similarity and less meaningful than the similarities observed in hybridization studies measuring DNA homology.
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